
R Script is a programming language widely used among statisticians, data miners, and data 
analysis. The software is available from CRAN Download R and Microsoft R Open. Data from T3 
can be accessed by 

1. Saving from T3 then reading into R 
2. Using BrAPI R package to read directly into R 

 
Download data from T3 website then read into R 

1. The data can be selected by Select => Wizard or Select => Lines by Genotype Experiment 

 
2. Go to Select => Genetic Map 

 
  



3. Go to Download => Genotype and Phenotype Data - Select rrBLUP format 
4. Select “Create File” 

 
 
  



5. In the R script read in file 

 
  



Use BrAPI R package to directly read data from T3 in R 
 
The documentation for this package is at https://github.com/CIP-RIU/brapi. The current 
package (Aug 1, 2018) will direct you to t3sandbox.org. This will be fixed soon to point 
to triticeaetoolbox.org/wheat. 
 
In R execute 
install.packages(“devtools”) 
devtools::install_github(“CIP-RIU/brapi”) 
 
library(brapi) 
library(magrittr) 
 
t3wheat <= ba_db()$t3s 
 
list available calls 
bp_calls(t3wheat) 
 
 
 


